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SEQUENCE LISTING 

(1) GENERAL INFORMATION 

(i) APPLICANT: Lai, Preeti 

Bandman , O 1 ga 

(ii) TITLE OF THE INVENTION: NOVEL HUMAN SODIUM- DEPENDENT 

PHOSPHATE COTRANS PORTER 

(iii) NUMBER OF SEQUENCES: 7 

(iv) CORRESPONDENCE ADDRESS: 

(A) ADDRESSEE: Incyte Pharmaceuticals, Inc. 

(B) STREET: 3174 Porter Drive 

(C) CITY: Palo Alto 

(D) STATE: CA 

(E) COUNTRY: US 

(F) ZIP : 94304 

(V) COMPUTER READABLE FORM: 

(A) MEDIUM TYPE: Diskette 

(B) COMPUTER: IBM Compatible 

(C) OPERATING SYSTEM: DOS 

(D) SOFTWARE: FastSEQ Version 2.0 

(vi) CURRENT APPLICATION DATA: 

(A) APPLICATION NUMBER: To Be Assigned 

(B) FILING DATE: Filed Herewith 

( C ) CLASSIFICATION : 

(vii) PRIOR APPLICATION DATA: 

(A) APPLICATION NUMBER: 

(B) FILING DATE: 



(viii) ATTORNEY /AGENT INFORMATION: 

(A) NAME: Billings, Lucy J. 

(B) REGISTRATION NUMBER: 36,749 

(C) REFERENCE /DOCKET NUMBER: PF-0221 US 

(ix) TELECOMMUNICATION INFORMATION: 

(A) TELEPHONE: 415-855-0555 

(B) TELEFAX: 415-845-4166 



(2) INFORMATION FOR SEQ ID NO : 1 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 401 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: BRAITUT02 

(B) CLONE: 754412 
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(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 1 : 





Met 


Gin 


Val 


Asp 


Glu 


Thr 




Tl ^ 
lit; 


Pro 


Arg 


Lys 


Val 


Pro 


Ser 


Leu 


Cys 




1 








5 










10 










15 






Ser 


Ala 


Ar 5 


i yi 
20 


Gly 


lie 


Ala 


Leu 


Val 
25 


Leu 


His 


Phe 


Cys 


Asn 
30 


Phe 


Thr 




Thr 


lie 


Ala 
35 


Gin 


Asn 


Val 


lie 


Met 
40 


Asn 


He 


Thr 


Met 


Val 
45 


Ala 


Met 


Val 






S sr 
50 


Thr 


Ser 


Prn 


Gin 


Coy 
O t: JL 

55 


Ul XI 


Leu 


Asn 


Asp 


Cor 

60 


ocl 


P-l n 

V^l Li 


val 


Leu 




xri \_/ 


veil 


Asp 


O 1 




P.1 \r 


nl vr 
uiy 


Leu 


OCl 


Lys 


±\± a 


Prn 


Lys 




Leu 


rri LJ 




65 










70 










75 










80 






Lys 


Ocl 


O til 


Tl 

ft S 


Leu 


uiy 


Pi \r 


Pin 
villi 


PVlO 

Q 0 


rt.1 a 


Tl *=» 

lie 


Trp 


Pin 


Arg 
Q s 


Trp 




P.1 vr 


Irl (J 




VjIII 

1 no 

1UU 


VjlU 


Arg 


Ser 


Arg 


Leu 
ins 

1 V J 


Cys 


Ser 


Tl o 

lie 


Ala. 


Leu 

1 1 u 


Ser 


pi ,r 




iTtc L. 


Leu 


Leu 

lis 

1 1 -j 


p 1 \7 
uiy 


Cys 




i nr 


Ala 

i 9 n 


lie 


Leu 


Tin 

lie 


Pi \r 

v?iy 


ni 
biy 

1 9 S 
1 z o 


xrne 


Tl a 

ne 


Ser 




p.1 n 


l in 
i _? u 


Leu 


vjiy 


irp 


rl VJ 


irlltr 

1 S 
1j j 


Val 


■til" 


Tyr 


lie 


1 ACi 

14U 




PI \r 

biy 


Val 


pi v 

uiy 


C-i 




veil 






LGU 


Leu 


Trp 


Pno 


Val 


Va 1 
Val 


Tl <=> 

lie 


Tyr 


Asp 


Asp 


Pro 


Va *j 
Val 
























1 cc 
1 JJ 










1 D U 






iyr 


Pro 


Trp 


Tl <=» 
lie 


Ser 


i nr 


Ser 


Pin 
ulU 


Lys 


Pin 
ulU 


Tyr 


Tl a 

lie 


Tl q 

lie 


Ser 


Ser 












1 GS 

1 O J 










1 7 n 
i / \j 










1 7 s 
i / j 




a h 

5 s ; £ 




Lys 


p.i n 


pi n 


val 


pi w 
uiy 


Ser 


Ser 


Lys 


Pin 

vai n 


Pro 


Leu 


Pro 


lie 


Lys 


Al a 

Aia 








180 










1 ftS 

1 O J 










i q n 

17U 






f M 

e - 

hi 




Leu 


Arg 


Ser 


Leu 


Pro 


lie 


Trp 


Ser 


Tl e» 

lie 


Cys 


Leu 


Pl,r 


Cys 


13 V* <=i 


Ser 






195 










onn 
& \j \j 










one; 










nib 


p.1 n 


Trp 


Leu 


Val 


Ser 


rpV, -Y- 

i nr 


jxiec 


\7a 1 
Val 


Val 


Tyr 


Tl a, 

lie 


Pro 


i nr 


Tyr 


Tl o 

lie 






210 










215 










220 










Us* 


Ser 


Ssr 


Val 


Tyr 


HI S 


Val 


Asn 


Tl o 

lie 


Arg 


Asp 


Asn 


Pi \r 

biy 


Leu 


Leu 


Ser 


Aia 


225 










230 










235 










240 




Leu 


Pro 


Jrlie 


lie 


Val 


Ala 

Aia 


Trp 


val 


lie 


biy 


Jxiet 


vai 


(~* 1 t r 

Cjiy 




Tyr 


Leu 












9 4 c; 










o r n 
















Ala. 


Asp 


irne 


Leu 


Leu 


i nr 


Lys 


Lys 


Fne 


Arg 


Leu 


ne 


1 nr 


vai 


Arg 


Lys 










260 










265 










270 








11c 


Al cl 


i nr 
275 


ne 


Leu 


vjiy 


Ser 


Leu 
280 


Pro 


Ser 


Ser 


Aia 


Leu 
285 


Ti Q 

lie 


vai 


Ser 




Leu 


Pro 
290 


Tyr 


Leu 


Asn 


Ser 


Lriy 
295 


Tyr 


T 1 a 

lie 


i nr 


Ala 


i nr 
300 


Aia 


Leu 


Leu 


i nr 




Leu 


Ser 


Cy s 


PI vr 

uiy 


Leu 


Ser 


1 111 


Leu 


Cys 


Pin 

bin 


Ser 


Pi -IT 

oiy 


ne 


Tyr 


Tl <r> 

lie 


Asn 




305 










310 










315 










320 




\7-> "I 
V d-L 


Leu 


Asp 


Tl o 
11c 


nl a 
_> z. _> 


Pro 


Arg 


Tyr 


Ser 


Ser 
n 


xrne 


Leu 


ixiec 


pi,. 


al a 

Aia 

J J J 


Ser 




Arg 


Gly 


Phe 


Ser 
340 


Ser 


lie 


Ala 


Pro 


Val 
345 


-ri- 


Val 


Pro 


Thr 


Val 
350 


Ser 


Gly 




Phe 


Leu 


Leu 
355 


Ser 


Gin 


Asp 


Pro 


Glu 
360 


Phe 


Gly 


Trp 


Arg 


Asn 
365 


Val 


Phe 


Phe 




Leu 


Leu 
370 


Phe 


Ala 


Val 


Asn 


Leu 
375 


Leu 


Gly 


Leu 


Leu 


Phe 
380 


Tyr 


Leu 


He 


Phe 




Gly 


Glu 


Ala 


Asp 


Val 


Gin 


Glu 


Trp 


Ala 


Lys 


Glu 


Arg 


Lys 


Leu 


Thr 


Arg 




385 










390 










395 










400 



Leu 



(2) INFORMATION FOR SEQ ID NO : 2 : 

<i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 1643 base pairs 
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(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: BRAITUT02 

(B) CLONE: 754412 



(xi) SEQUENCE DESCRIPTION: 





AbAACbbTbA 


/npi\ rr\(~* apppa 

GGA I GACCGA 


CGTATAGGCG 




GTCCGGCAAT 


TC C C GGGTCG 


ACCCACGCGT 




AGCCCTTCCA 


/** TV TV TV r nf O TV Tt 

C AG AC ATT AA 


GTCGGTGAAA 




f*f*f~* TV TV TV TV 

GCCACCAAGA 


CAGAGTTGAG 


TCCCACAGCA 




GTGGATGAGA 


CACTGATCCC 


C AG G AAAGTT 




GCCCTCGTCT 


TACATTTCTG 


TV TV mf 1 If I if*** TV TV 

C AATTTC AC A 




ACL, A 1 GG TAG 


/"»/"' tv rn/" , */"Tn/"*» tv tv 

GCATGGTCAA 


TV i**/** TV /""■ TV TV /~*fi 

CAGCACAAGC 




G I GG 1 GGG J. G 


TTGACTCATT 


TGGTGGCCTA 




rp/~< pmp tv tv mTV /~> 

IGG IGAA1AG 


rnrrippppprnp tv 

I \L GGGGGTG A 


GTTTG C AATT 




AGG AGAG 1 G 1 


/""/"« APP7V ( ill 1 

GGAGGATTGG 


mmm tv m/~* tv /"i /-t tv 

TTT ATC AGG A 


Q 


A 1 AGG I GGG I 


rn/^ 7\ mm tv r~* m/" 1 tv 

I LAI 1 AGTGA 


tv Tv PPprnmnpr' 

AAGGCTTGGG 


Gil GGG 1 G I G 


1G IGG IGGGi 


TCTCTGGTTT 


,f\ 


CCATGGATAA 


GCACCTCAGA 


AAAAGAATAC 


€3 


TCTTCTAAGC 


AGCCTCTTCC 


CATCAAAGCT 




TGTTTAGGCT 


GTTTCAGCCA 


TCAATGGTTA 


TACATCAGCT 


CTGTGTACCA 


TGTTAACATC 




TTTATTGTTG 


CCTGGGTCAT 


AGGCATGGTG 


n i 
■ w 


AAAAAGTTTA 


GACTCATCAC 


TGTGAGGAAA 


Ef; 


TCAGCACTCA 


TTGTGTCTCT 


GCCTTACCTC 


h& 


CTGACGCTCT 


CTTGCGGATT 


AAGCACATTG 




GATATTGCTC 


CAAGGTATTC 


CAGTTTTCTC 




GCACCTGTCA 


TTGTACCCAC 


TGTCAGCGGA 


m 


TGGAGGAATG 


TCTTCTTCTT 


GCTGTTTGCC 


f E 

WS.T 


ATATTTGGAG 


AAGCAGATGT 


CCAAGAATGG 




AGTTATCCCA 


CCTTGGATGG 


AAAAGTCATT 




CCGTGATGAA 


AATACCAGTG 


AAAAGATTTT 




TCAGTTCATT 


ATTTTATTCA 


GACTTTTTTT 




AATAAAATGA 


TAACTAAGAA 


TGC 



(2) INFORMATION FOR SEQ 



SEQ ID NO: 2 : 

AGAGCCTAGG TACGCCATGC CAGGTCACCG 60 

CCGCTTGGAG GGACGCTGGG TTCAACTTGA 120 

ACCATTCACT AGGAGAGGAG AAACACAATG 180 

AGGGAGAGCA AGAACGCACA AGATATGCAA 240 

CCAAGTTTAT GTTCTGCTCG CTATGGAATA 300 

AC G AT AGC AC AAAATGTCAT CATGAACATC 360 

CCTCAATCCC AGCTCAATGA TTCCTCTGAG 420 

AGTAAAGCCC CAAAGAGTCT TCCTGCAAAG 480 

TGGGAAAGGT GGGGCCCTCC ACAAGAACGA 540 

ATGTTACTGG GATGCTTTAC TGCCATCCTC 600 

TGGCCCTTTG TCTTCTATAT CTTTGGAGGT 660 

GTTGTGATTT ATGATGACCC CGTTTCCTAT 720 

ATC AT ATC C T CCTTGAAACA ACAGGTCGGG 780 

ATGCTCAGAT CTCTACCCAT TTGGTCCATA 840 

GTTAGCACAA TGGTTGTATA CATACCAACT 9 00 

AGAGACAATG GACTTCTATC TGCCCTTCCT 960 

GG AGG C T ATC TGGCAGATTT CCTTCTAACC 1020 

ATTGCCACAA TTTTAGGAAG TCTCCCCTCT 1080 

AATTCCGGCT ATATCACAGC AACTGCCTTG 1140 

TGTCAGTCAG GGATTTATAT CAATGTCTTA 1200 

ATGGGAGCAT CAAGAGGATT TTCGAGCATA 1260 

TTTCTTCTTA GTCAGGACCC TGAGTTTGGG 1320 

GTTAACCTGT TAGGACTACT CTTCTACCTC 13 80 

GCTAAAGAGA GAAAACTCAC TCGTTTATGA 1440 

AGGCACCGTA TTGCATAAAA TAGAAGGC TT 1500 

TTTTTCCTGT GGCTCTTTTC AATTATGAGA 1560 

TGAGAGAAAT GTAAGATGAA TAAAAATTCA 1620 

1643 

ID NO : 3 : 



(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 467 amino acids 

(B) TYPE: amino acid 

(C) STRANDEDNESS: single 

(D) TOPOLOGY: linear 



(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: GenBank 

(B) CLONE: 450532 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 3 : 



Met Gin Met Asp Asn Arg Leu Pro Pro Lys Lys Val Pro Gly Phe Cys 

15 10 15 

Ser Phe Arg Tyr Gly Leu Ser Phe Leu Val His Cys Cys Asn Val lie 

20 25 30 

lie Thr Ala Gin Arg Ala Cys Leu 'Asn Leu Thr Met Val Val Met Val 

35 40 45 
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Asn Ser Thr Asp 
50 

Leu Asp Asn lie 
65 

Gly lie lie Leu 

Pro Val Gly Tyr 
100 

Phe Ala Leu Cys 
115 

Ala Gly lie Gly 
130 

Ala Ala Gin Gly 
145 

Trp Ala Pro Pro 

Gly Phe Leu Leu 
180 

Cys Glu Ser Leu 
195 

Gly Cys Ala Val 
210 

Lys Asp His Pro 
225 

Ser Leu Val Gin 

Ala lie Leu Lys 
260 

Thr Phe Phe Trp 
275 

lie Asn Ser Met 
290 

Ser Leu Pro Tyr 
305 

Leu Ser Asp Phe 

Arg Lys Leu Phe 
340 

Val Cys Leu Pro 
355 

Leu lie Leu Ala 
370 

lie Asn Gly Leu 
385 

Cys Ser Thr Leu 

Thr Gly Leu lie 
420 

Phe lie Leu Met 
435 

lie Val, Ala Thr 
450 

Thr Arg Leu 
465 



Pro His Gly Leu 
55 

Lys Asn Pro Met 
70 

Ser Ser Thr Ser 
85 

Phe Ser Gly lie 

Leu Ser Ser Val 
120 

Val Ala Trp Val 
135 

lie Val Ala Thr 
150 

Leu Glu Arg Gly 
165 

Gly Pro Phe lie 

Gly Trp Pro Met 
200 

Cys Leu Leu Trp 
215 

Cys lie Ser lie 
230 

Gin Val Ser Ser 
245 

Ser Leu Pro Val 

Ser His Asn lie 
280 

Leu His Val Asn 
295 

Leu Phe Ala Trp 
310 

Phe Leu Thr Arg 
325 

Thr Ala Ala Gly 

Tyr Leu Ser Ser 
360 

Gly Ala Thr Gly 
375 

Asp lie Ala Pro 
390 

Thr Gly Met He 
405 

Leu Lys Gin Asp 

Ala Ala He Asn 
440 

Ala Glu He Gin 
455 



Pro Asn Thr Ser 
60 

Tyr Asn Trp Ser 
75 

Tyr Gly Val He 
90 

Tyr Ser Thr Lys 
105 

Leu Ser Leu Leu 

Val Val Cys Arg 
140 

Ala Gin Phe Glu 
155 

Arg Leu Thr Ser 
170 

Val Leu Leu Val 
185 

Val Phe Tyr He 

Phe Val Leu Phe 
220 

Ser Glu Lys Glu 
235 

Ser Arg Gin Ser 
250 

Trp Ala He Ser 
265 

Met Thr Leu Tyr 

He Lys Glu Asn 
300 

He Cys Gly Asn 
315 

Asn He Leu Ser 
330 

Phe Leu Leu Pro 
345 

Thr Phe Tyr Ser 

Ser Phe Cys Leu 
380 

Arg Tyr Phe Gly 
395 

Gly Gly Leu He 
410 

Pro Glu Ser Ala 
425 

Val Thr Gly Leu 

Asp Trp Ala Lys 
460 



Thr Lys Lys Leu 

Pro Asp He Gin 
80 

He He Gin Val 
95 

Lys Met He Gly 
110 

He Pro Pro Ala 
125 

Ala Val Gin Gly 

He Tyr Val Lys 
160 

Met Ser Thr Ser 
175 

Thr Gly Val He 
190 

Phe Gly Ala Cys 
205 

Tyr Asp Asp Pro 

Tyr He Thr Ser 
240 

Leu Pro He Lys 
255 

He Gly Ser Phe 
270 

Thr Pro Met Phe 
285 

Gly Phe Leu Ser 

Leu Ala Gly Gin 
320 

Val He Ala Val 
335 

Ala He Phe Gly 
350 

He Val He Phe 
365 

Gly Gly Val Phe 

Phe He Lys Ala 
400 

Ala Ser Thr Leu 
415 

Trp Phe Lys Thr 
430 

He Phe Tyr Leu 
445 

Glu Lys Gin His 



(2) INFORMATION FOR SEQ ID NO : 4 : 



(i) SEQUENCE CHARACTERISTICS: 
(A) LENGTH: 560 amino acids 



PF-0221-3 DIV 



(B) TYPE: amino acid 

(C) STRANDEDNESS : single 

( D ) TOPOLOGY : 1 inear 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: GenBank 

(B) CLONE: 507415 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 4 : 







Glu 


Phe 


Arg 


Gin 


m n 

VJ _L U. 


m ii 




Arg 


Lys 


Leu 


Ala 


pi v 


Arg 


Ala 


Leu 




1 


















i r\ 
I u 










± D 








Arg 


Leu 


nib 
u 


Arg 


Leu 


Leu 


m it 

(jl IX 


Lys 


Arg 


OlU 


pi n 


P "I 

oj.y 


AT ^ 
r\J. ct 

^ n 




X l IX 




Leu 


Pi 

vj J_ Li. 


Leu 


Ser 


A 1 -> 


Asp 


uiy 


Arg 


Pro 


vax 


1 I IX 


1 I IX 


nx b 
45 


X 111 


Arg 


Asp 




lr r O 


Pro 
50 


vax 


V ctx 


Asp 


Cy s 


X I IX 


Cy s 


tz lie 


biy 


Leu 


Pro 
60 


Arg 


Arg 


Tyr 


Tl fa 
X X fcr 




Tl ^ 
lie 


.fa J. ct 


J L tr 


Mot- 

l v lfer L, 


Ser 


pi 
biy 


Leu 


biy 


X: I le 


v__y b 


J Lc 


Q o >~ 
O X 


Xr lie; 


biy 


lie 


Arg 




65 










7 0 










75 










80 






Asn 


Leu 


Vjx_y 


V CLX 


AT ^ 


Tl <=» 
X X e 


vax 


Q o "T* 

O e i. 


i Y xe l. 


vax 


Asn 


Asn 


Del. 


X XXX 


X XXX 












85 










90 










95 




nib 


Ar g 




uiy 


nib 


V ct X 


V ct X 


Up 1 

V ax 


P"| y-j 

VjXII 


Lys 


AT pi 
AX ct 


bin 




Asn 


Trp 


Asp 










i no 










i n^ 

X \J -J 










1 1 n 

x x yj 






Pro 


p~i n 


rn"U -w- 
1 1 IX 


V ctX 


pi w 
oiy 


Leu 


Tl o 

x xe 


nib 


biy 


Ser 




IT I lt= 


Trp 


biy 


Tyr 


Tip 

lie 


y. 






115 










120 










125 








flj 


vol 






Tie* 

1 1 e 


Pro 


biy 


biy 


DVi*a 


Tl p 

1 1 e 


Cys 


pi 


Lys 


irne 


Ala 

Aia 


Al a 

Aia 


Asn 


iU 




130 










135 










140 










Arg 


Val 


xrne 




irne 


Ala 


T 1 q 

x xe 


Val 


Al a 


i nr 


Ser 


i nr 


Leu 


Asn 


~KAs~± 4- 

ixie u 


Leu 




145 










150 










155 










160 


Ink 

t 


Tl a 

lie 


Pro 


Ser 


Ala 


Aia 


Arg 


vax 


Ml S 


Tyr 


ijxy 


Cys 


vai 


Tl ^ 

lie 


rne 


vai 


Arg 












165 










170 










175 






lie 


Leu 


bin 


kjiy 


Leu 


val 


bill 


pi , r 

biy 


vax 


Thr 


Tyr 


Pro 


Ala 

Aia 


Cys 


iilS 


pi ,r 

biy 










1 fin 

lOU 










lO J 










i q n 

1 








i le 


Trp 


Ser 


Lys 


Trp 


Ala 


Pro 


Pro 


Leu 


pi n 

bill 


Arg 


Ser 


Arg 


Leu 


ax a 


i nr 








195 










200 










205 










1 XIX 


/-iX ct 

210 




Cy s 


uiy 


Ser 


Tyr 
215 


Al a 
Al a 


oiy 


AT a 

ax a 


vax 


v ai 
220 


Al a 

Aia 


ixie t. 


Pro 


Leu 




7\ "1 o 
AX d 




Veil 


Leu 


V Ct X 


\3JLll 


Tyr 


OCX 


pi ,r 

biy 


Trp 


Ser 




V Ct X 


PVlCi 

lr life; 


Tyr 


vai 




225 










230 










235 










240 




Tyr 




Ser 


it lie 


biy 
245 


Tl o 

x x e 


rne 


Trp 


Tyr 


Leu 
250 




Trp 


Leu 


Leu 


u a I 
V ct X 

255 


Ser 




ryr 


p l ,, 




Pro 
260 


Ala 
-rt.1 a 


Leu 


nib 


Pro 


Ser 
2 65 


Tin 

lie 


Ser 


blU 


blU 


bill 

27 0 


Arg 


Lys 




Tyr 


He 


Glu 
275 


Asp 


Ala 


He 


Gly 


Glu 
280 


Ser 


Ala 


Lys 


Leu 


Met 
285 


Asn 


Pro 


Val 




Thr 


Lys 
290 


Phe 


Asn 


Thr 


Pro 


Trp 
295 


Arg 


Arg 


Phe 


Phe 


Thr 
300 


Ser 


Met 


Pro 


Val 




Tyr 


Ala 


He 


He 


Val 


Ala 


Asn 


Phe 


Cys 


Arg 


Ser 


Trp 


Thr 


Phe 


Tyr 


Leu 




305 










310 










315 










320 




Leu 


Leu 


He 


Ser 


Gin 
325 


Pro 


Ala 


Tyr 


Phe 


Glu 
330 


Glu 


Val 


Phe 


Gly 


Phe 

335 


Glu 




He 


Ser 


Lys 


Val 
340 


Gly 


Leu 


Val 


Ser 


Ala 
345 


Leu 


Pro 


His 


Leu 


Val 
350 


Met 


Thr 




He 


He 


Val 
355 


Pro 


He 


Gly 


Gly 


Gin 
360 


He 


Ala 


Asp 


Phe 


Leu 
365 


Arg 


Ser 


Arg 




His 


He 
370 


Met 


Ser 


Thr 


Thr 


Asn 
375 


Val 


Arg 


Lys 


Leu 


Met 
380 


Asn 


Cys 


Gly 


Gly 




Phe 


Gly 


Met 


Glu 


Ala 


Thr 


Leu 


Leu 


Leu 


Val 


Val 


Gly 


Tyr 


Ser 


His 


Ser 
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# P 



385 390 395 400 

Lys Gly Val Ala lie Ser Phe Leu Val Leu Ala Val Gly Phe Ser Gly 

405 410 415 

Phe Ala lie Ser Gly Phe Asn Val Asn His Leu Asp lie Ala Pro Arg 

420 425 430 

Tyr Ala Ser lie Leu Met Gly lie Ser Asn Gly Val Gly Thr Leu Ser 

435 440 445 

Gly Met Val Cys Pro lie lie Val Gly Ala Met Thr Lys His Lys Thr 

450 455 460 

Arg Glu Glu Trp Gin Tyr Val Phe Leu lie Ala Ser Leu Val His Tyr 
465 470 475 480 

Gly Gly Val lie Phe Tyr Gly Val Phe Ala Ser Gly Glu Lys Gin Pro 

485 490 495 

Trp Ala Glu Pro Glu Glu Met Ser Glu Glu Lys Cys Gly Phe Val Gly 

500 505 510 

His Asp Gin Leu Ala Gly Ser Asp Glu Ser Glu Met Glu Asp Glu Val 

515 520 525 

Glu Pro Pro Gly Ala Pro Pro Ala Pro Pro Pro Ser Tyr Gly Ala Thr 

530 535 540 

His Ser Thr Val Gin Pro Pro Arg Pro Pro Pro Pro Val Arg Asp Tyr 
545 550 555 560 



%D (2) INFORMATION FOR SEQ ID NO : 5 : 

\A (i) SEQUENCE CHARACTERISTICS: 

RI (A) LENGTH: 272 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

(D) TOPOLOGY: linear 

(vii) IMMEDIATE SOURCE: 

(A) LIBRARY: BRAITUT02 

(B) CLONE: 754412 



(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 5 : 

ATTTATATCA ATGTCTTAGA TATTGCTCCA AGGTATTCCA GTTTTCTCAT GGGAGCATCA 60 

AGAGGATTTT CGAGCATAGC ACCTGTCATT GTACCCACTG TCAGTGGATT TCTTCTTAGT 120 

CAGGACCCTG AGTTTGGGTG GAGGAATGTC TTCTTCTTGC TGTTTGCCGT TAACCTGTTA 180 

GGACTACTCT TCTACCTCAT ATTTGGAGAA GCAGATGTCC AAGAATGGGC TAAAGAGAGA 240 

AAACTCACTC GTTTATGAAG TTATCCCACC TT 272 

(2) INFORMATION FOR SEQ ID NO : 6 : 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 2 5 base pairs 

(B) TYPE: nucleic acid 

{ C ) STRANDEDNESS : single 
{ D ) TOPOLOGY : 1 inear 

(vii) IMMEDIATE SOURCE: 
(B) CLONE: XLR 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 6 : 

CTTGATGCTC CCATGAGAAA ACTGG 25 

(2) INFORMATION FOR SEQ ID NO : 7 : 
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PF-0221-3 DIV 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 25 base pairs 

(B) TYPE: nucleic acid 

(C) STRANDEDNESS : single 

( D ) TOPOLOGY : linear 

(vii) IMMEDIATE SOURCE: 
(B) CLONE: XLF 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO : 7 

AGGATTTTCG AGCATAGCAC CTGTC 




ill 
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